In the title hydrated salt, C 9 H 8 NO + ÁC 8 H 4 NO 6 À ÁH 2 O, the deprotonated carboxylate group is almost normal to its attached benzene ring [dihedral angle = 83.56 (8) ], whereas the protonated carboxylate group is close to parallel [dihedral angle = 24.56 (9) ]. In the crystal, the components are linked by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds, generating [001] chains. The packing is consolidated by C-HÁ Á ÁO and -[centroid-to-centroid distances = 3.6408 (9) and 3.6507 (9) Å ] interactions, which result in a three-dimensional network.
Related literature
For the biological activity of quinoline derivatives, see : Font et al. (1997) ; Sloboda et al. (1991) Table 1 Hydrogen-bond geometry (Å , ). 
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S1. Chemical context
The quinoline nucleus is found in many synthetic and natural products having a wide range of pharmacological activities such as anti-viral (Font et al., 1997) , and anti-inflammatory (Sloboda et al., 1991) activities.
S2. Structural commentary
We herewith report the crystal structure of the title compound (I), (Fig.1) . The asymmetric unit of the title compound consists of C 9 H 8 N O + cation, C 8 H 4 N O 6 -anion and a water molecule. The geometric parameters of the title compound are comparable to the reported structures [Castañeda et al., 2014; Kafka et al., 2012; Li & Chai (2007) ]. The benzene ring (C1-C6) of anion makes the dihedral angle of 58.18 (6)° with the quinolinium ring (C9-C12/N2/C13-C17) of cation.
S3. Supramolecular features
The molecular structure is stabilized by weak intramolecular N-H···O and O-H···O hydrogen bonds (Table 1 ). The 
S4. Synthesis and crystallization
The title compound was synthesized by taking at 1:1 ratio of 8-hydroxyquinoline and of 3-nitrophthalic acid was dissolved in a mixed solvent of methanol and water. The salt was formed while adding the base instanstaouly. The solution was stirred for about 2 h to get a homogenous solution. The solution was filtered off and kept aside for slow evaporation at room temperature which yields single crystals suitable for X-ray diffraction.
S5. Refinement
C-bound H atoms were positioned geometrically and refined using riding model with C-H = 0.93 Å and Uiso(H) = 
Figure 1
The molecular structure of (I), with 30% probability displacement ellipsoids for non-H atoms.
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Figure 2
The packing of (I), viewed down c axis. Hydrogen bonds are shown as dashed lines. H atoms not involved in hydrogen bonding have been omitted.
8-Hydroxyquinolinium 2-carboxy-6-nitrobenzoate monohydrate
Crystal data Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1, y−1/2, −z+3/2; (ii) x, −y+3/2, z+1/2; (iii) x, −y+1/2, z+1/2; (iv) −x+1, −y+1, −z+1; (v) x, y, z+1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
